Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.004 Å; R factor = 0.033; wR factor = 0.076; data-to-parameter ratio = 12.7.
The title compound, C 11 H 10 BrNO 3 , is close to planar with the benzofuran unit and the ester group subtending a dihedral angle of 5.25 (2) . The molecular structure features an intramolecular N-HÁ Á ÁO interaction. In the crystal, N-HÁ Á ÁO hydrogen bonds involving carboxyl O-atom acceptors generate a chain extending along [201] .
Related literature
For the biological activity of benzofuran derivatives, see : Oter et al. (2007) ; Habermann et al. (1999) . For a similar structure, see: Karunakar et al. (2013) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ).
Data collection: APEX2 (Bruker, 2004 ); cell refinement: SAINTPlus (Bruker, 2004) ; data reduction: SAINT-Plus and XPREP (Bruker, 2004 ); program(s) used to solve structure: SIR92 (Altomare et al., 1993); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and Mercury (Macrae et al., 2006) ; software used to prepare material for publication: SHELXL97.
with 7.84 (2)° in the previously reported analogous compound ethyl 5-bromo-3-ethoxycarbonylamino-1-benzofuran-2-carboxylate (Karunakar et al., 2013) . The structure is stabilized by an intramolecular amine N1-H1B···O3 interaction (Table 1) while an intermolecular N1-HA···O2 i hydrogen-bond to a carboxyl O-atom acceptor generates a onedimensional chain structure extending along [201] (Fig. 2) .
The mixture of 5-bromo-2-hydroxybenzonitrile (1.98 g, 0.01 mol), ethyl chloroacetate (1 ml, 0.01 mol) and potassium carbonate (2.76 g, 0.02 mol) in 5 ml of DMF was refluxed for 90 min. The potassium carbonate was removed by filtration and crushed ice was added to the filtrate, with constant stirring. The solid separated was filtered, dried and recrystallized from ethanol. Yeild: 87% (0.247 g); m.p. 154-156 °C.
Refinement
All carbon-bound hydrogen atoms were placed in calculated positions with C-H distances of 0.93 -0.97 Å and refined as riding with U iso (H) =xU eq (C), where x = 1.5 for methyl H-atoms and x = 1.2 for all other H-atoms. The N-bound H atom positions were determined from a difference electron density map and refined freely.
Computing details
Data collection: APEX2 (Bruker, 2004 ); cell refinement: SAINT-Plus (Bruker, 2004) ; data reduction: SAINT-Plus and XPREP (Bruker, 2004 ); program(s) used to solve structure: SIR92 (Altomare et al., 1993 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and Mercury (Macrae et al., 2006) ; software used to prepare material for publication: SHELXL97 (Sheldrick, 2008 Molecular conformation and atom numbering scheme for the title compound, with displacement ellipsoids drawn at the 50% probability level.
Figure 2
The crystal packing in the unit cell viewed down a. Hydrogen bonds are drawn as dashed lines. For symmetry code (i), see Table 1 .
Ethyl 3-amino-5-bromo-1-benzofuran-2-carboxylate
Crystal data 
